Quality assessment of the fosmid contigs. All the fosmid contigs were aligned to the assembled genome by BWA with minimum sequence alignment identity of 97%. (a) The x-axis indicates the overhang length (chimeric portion) of a fosmid. The left y-axis indicates the number of contigs under each overhang threshold; the right y-axis indicates the accumulated length of the fosmid contigs under each overhang threshold. More than 95% of the aligned fosmid contigs (>80x genome coverage) have overhang length <5 kb, which is below the minimum overlap length used for connections (ie, not leading to chimeric connections). Table 9 for their starting and ending positions), and gray boxes represent gaps. None of the five gaps was completely covered by a single map. Therefore, their sizes could not be estimated. 
for their starting and ending positions), and gray boxes represent gaps. None of the five gaps was completely covered by a single map. Therefore, their sizes could not be estimated. . The x-axis is the R498 sequences . The numbers on x-axis are the chromosome numbers which are in the same order for y-axis . Note that there are many 93-11 unanchored sequences being aligned to each chromosome of R498, represented by red dotted lines as the one bounded by the light blue dashed box. The blue dotted line represents the same inversion on chromosome 6 between R498 and Nip. Centromere regions containing all the f ull units of rice centromere tandem repeats RCS2. 
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